Hypoxia-inducible factor (HIF) controls an extensive range of adaptive responses to hypoxia. To better understand this transcriptional cascade we performed genome-wide chromatin immunoprecipitation using antibodies to two major HIF-␣ subunits, and correlated the results with genome-wide transcript profiling. Within a tiled promoter array we identified 546 and 143 sequences that bound, respectively, to HIF-1␣ or HIF-2␣ at high stringency. Analysis of these sequences confirmed an identical core binding motif for HIF-1␣ and HIF-2␣ (RCGTG) but demonstrated that binding to this motif was highly selective, with binding enriched at distinct regions both upstream and downstream of the transcriptional start. Comparison of HIF-promoter binding data with bidirectional HIF-dependent changes in transcript expression indicated that whereas a substantial proportion of positive responses (>20% across all significantly regulated genes) are direct, HIF-dependent gene suppression is almost entirely indirect. Comparison of HIF-1␣-versus HIF-2␣-binding sites revealed that whereas some loci bound HIF-1␣ in isolation, many bound both isoforms with similar affinity. Despite high-affinity binding to multiple promoters, HIF-2␣ contributed to few, if any, of the transcriptional responses to acute hypoxia at these loci. Given emerging evidence for biologically distinct functions of HIF-1␣ versus HIF-2␣ understanding the mechanisms restricting HIF-2␣ activity will be of interest.
post-translational hydroxylation of the ␣-subunit (4, 5), which in turn regulates its stability and its interaction with coactivators (5-7).
Analyses of HIF-DNA interactions at ϳ50 gene loci have defined a core hypoxia response element (HRE), RCGTG that binds HIF (8) . However, genome-wide transcript analyses using microarrays have indicated that a much larger number of genes respond to HIF signaling, with significant positive and negative responses extending across several hundreds of transcripts (9 -18) . Furthermore, recent studies indicate that HIF may affect gene expression profiles indirectly through diverse mechanisms (19 -25) , raising questions as to the extent of direct versus indirect effects of HIF.
Further complexity is generated by the existence of multiple HIF isoforms, with the best understood being HIF-1␣ and HIF-2␣. These have similar domain architectures and mechanisms of regulation, and both bind to HREs and efficiently activate HRE-linked reporter genes (26, 27) . However, they generate different developmental phenotypes upon inactivation (28 -31) . Although, differential expression may contribute to these differences, recent studies have demonstrated that each isoform appears to have distinct transcriptional targets (11, (32) (33) (34) (35) . Mechanisms of HIF-␣ transcriptional selectivity are poorly understood and chromatin immunoprecipitation studies at a limited number of loci have not shown selective binding of the two HIF-␣ isoforms (12, 36, 37) . However, to date, such studies have examined only a small set of gene loci and it remains unclear how HIF-␣ binding correlates with functional effects on gene expression across the genome.
To address this we have undertaken a genome-wide analysis of HIF-␣ DNA binding in MCF-7 cells using chromatin immunoprecipitation. Here we report on the distribution of HIF-1␣-and HIF-2␣-binding sites across more than 25,500 human gene promoters, and on the correlation of HIF-␣ binding with functional responses to HIF-1␣ and HIF-2␣ across the genome (9) . The work provides an estimate of the scale of direct versus indirect effects of HIF on early changes in gene expression in response to HIF activation. Despite a large degree of overlap in binding of the two HIF-␣ isoforms there were striking differences in gene regulation with HIF-2␣ contributing very little to the overall HIF response.
EXPERIMENTAL PROCEDURES
Cell Culture-MCF7 breast cancer cells were grown in Dulbecco's modified Eagle's medium, 2 mM L-glutamine, and 10% fetal bovine serum (Sigma) . Subconfluent cell cultures were exposed to 2 mM dimethyloxalylglycine (DMOG) (Frontier Scientific) for 16 h prior to harvest.
Chromatin Immunoprecipitation-Three independent chromatin immunoprecipitation assays were performed using the Upstate protocol (Millipore). Cells were sonicated in 30-s pulses for a total of 3 min (Sonics & Materials, VCX 500). Chromatin was immunoprecipitated using rabbit polyclonal antisera to HIF-1␣ (PM14) and HIF-2␣ (PM9) (36, 38) . These antibodies have previously been shown to perform well in chromatin immunoprecipitation assays and to be highly specific for HIF-1␣ or HIF-2␣ (36) . Preimmune serum was used as a negative control.
Chromatin immunoprecipitation (ChIP)-ChIP Analysis Using Affymetrix Human Promoter 1.0R Microarray-Immunoprecipitated chromatin was amplified using the Sigma Whole Genome Amplification kit according to the manufacturer's instructions. After each stage of amplification, preservation of enrichment of the PHD3 enhancer (36) was demonstrated by quantitative-PCR. 7.5 mg of amplified chromatin was then digested with 150 miliunits of DNase I (Invitrogen) for 35 min at 37°C, to generate a fragment size of ϳ70 bp, labeled, and hybridized to Affymetrix Human promoter 1.0R arrays, and detected according to the Affymetrix user manual.
The ChIP-ChIP peak detection tool CisGenome (39 -41) was used to define potential protein-binding regions. Three independent HIF-1␣ and HIF-2␣ chromatin immunoprecipitations were compared with three independent control chromatin immunoprecipitations performed using preimmune sera. Quantile normalization was applied prior to analysis. A moving average (MA) statistic was computed for each probe based on a half-window size of 300 bp or 5 probes. Probes with the MA statistic 4 S.D. away from the global mean were used to define protein-binding regions. Peaks were discarded if they contained less than five probes or were less than 100 base pairs in width. Peaks that were separated by less than 300 base pairs or 5 probes were merged. Peaks that had a left-tail false discovery rate Ͼ5% were discounted (39 -41) . The genomic coordinates of all regions were converted into coordinates based on NCBI build 36 (hg18) and mapped to the nearest transcriptional start site.
Independent Confirmation of Chromatin Enrichment by Real-time Quantitative-PCR-Real-time quantitative-PCR for DNA quantification employed SYBR Green gene expression assays on a StepOne thermocycler (Applied Biosystems). Normalization was to ␤-actin DNA and fold-enrichment at each locus was calculated using the ⌬C T method. Primer sequences are given in supplemental materials Table S1 .
Protein Abundance Analysis by Immunoblotting-Galtagged HIF-1␣ and HIF-2␣ were expressed by the rabbit reticulocyte lysate in vitro transcription and translation system (Promega). Relative amounts of each isoform were compared by immunoblot using anti-Gal. These signals were then used to calibrate the abundance of endogenous proteins using the HIF-1␣ and HIF-2␣ antibodies. Primary antibodies used were mouse anti-HIF-1␣ (BD Transduction Laboratories), mouse anti-HIF-2␣ (26) , and mouse anti-Gal (Santa Cruz Biotechnology).
Expression Array-The microarray analysis of gene expression in response to 16 h of 2 mM DMOG or 1% hypoxia in the presence or absence of siRNA-mediated suppression of HIF-1␣ or HIF-2␣ has been previously described (9) . To correct for multiple testing, we used an arbitrary false discovery rate cutoff of 5% (q value Ͻ0.05) to identify probe sets that are significantly up-or down-regulated between two treatments.
RESULTS
ChIP analyses from three independent experiments identified 546 HIF-1␣-binding regions (length 128 -1738 bp) and 143 HIF-2␣-binding regions (length 142-1866 bp) that met stringent criteria of an MA score more than 4 mean Ϯ S.D., a width of 100 bp, or 5 probes or more and a false discovery rate of Ͻ5%. Binding regions were annotated using the nearest gene locus, as identified by the shortest distance to a transcriptional start site. The 546 HIF-1␣ binding sequences mapped to 394 different gene loci and the 143 HIF-2 binding sequences mapped to 134 different gene loci. The results for the top 25 sequences (as ranked by statistical significance) are given in Tables 1 and 2 and a complete list of all binding regions identified in HIF-1␣ and HIF-2␣ chromatin immunoprecipitations is provided in supplemental materials Tables S2 and S3 . Immunoprecipitation of all of these top 25 sequences for both HIF-1␣ and HIF-2␣ was confirmed by quantitative-PCR. Genes at the immunoprecipitated loci included both known and previously unknown HIF-target genes. When stratified by gene ontology using the DAVID Bioinformatics Resources (david.abcc.ncifcrt.gov) (42, 43) a trend toward a higher proportion of binding to HIF-1 versus HIF-2 was observed in genes encoding glycolytic enzymes and oxidoreductase enzymes, as compared with genes encoding molecules involved in angiogenic and hematopoietic pathways. However, the numbers in some functional groups were small, and overall differences were not statistically significant (Fig. 1) .
Relationship of Immunoprecipitated DNA Sequences to the HRE Consensus Sequence-Previous studies have identified HIF binding sequences at ϳ70 loci, proposed to encode direct HIF transcriptional targets, defining a consensus core HIFbinding motif, RCGTG (8) .
As a first step in analyzing these sequences we sought to determine what proportion of the captured DNA sequences contained the RCGTG core motif. Using an MA score of Ͼ4 to define the boundaries of immunoprecipitated sequences, we found that 235 (43%) HIF-1-binding sequences and 92 (66%) of the HIF-2-binding sequences contained an RCGTG consensus, many containing multiple motifs; as expected, in each case, this frequency was very much higher than in a control set of sequences taken from the promoter regions of a randomly selected set of genes (p Ͻ 10 Ϫ9 ). We also observed an increased frequency of the RCGTG motif in the 300 bp (the limit of resolution derived from the DNA fragmentation procedure) flanking each identified sequence (p Ͻ 10 Ϫ3 ), indicating that many loci are associated with RCGTG motifs just outside the defined sequence, most probably reflecting the use of a very stringent boundary definition. When these flanking sequences were included, the number of sequences that contain an RCGTG motif rose to 382 (70%) for HIF-1␣ and 121 (85%) for HIF-2␣. Thus, whereas the large majority of HIF-binding sequences contain an RCGTG motif, a significant minority apparently do not. Whether these sequences are captured through higher order DNA/protein interactions with HIF bound at HREs, or represent other modes of DNA binding by HIF proteins is unclear.
Overall, however, within the promoter array, only a small proportion (Ͻ1%) of DNA sequences containing the core RCGTG motif bound HIF-1␣ or HIF-2␣. We next sought to define features of the DNA sequence that might be associated with immunoprecipitation either by anti-HIF-1␣ or anti-HIF-2␣ antibodies. First, we examined the sequences in the immediate vicinity of the RCGTG motifs. All immunoprecipitated RCGTG motifs were extended by 15 base pairs in both directions. However, analysis did not reveal any significant overrepresentation of particular bases beyond the core 5-base pair motif for either HIF-1-or HIF-2-binding sites (supplemental materials Fig. S1 ).
Second, we tested the predictive value of conservation in determining HIF-binding to the consensus motif. Altogether 82 of the 464 RCGTG consensus motifs that bound HIF-1␣ and 38 of 188 that bound HIF-2␣ were within the top 10% most conserved regions of the genome (as defined by PhastCons score). Although this proportion was significantly greater than would be expected by chance alone (p Ͻ 0.005), when the same analysis was performed on a set of control sequences from promoters that did not bind HIF, comparable results were obtained, suggesting that, within promoter regions, whether a putative HRE lies within a region of apparent conservation is not a good guide to its ability to bind HIF.
Third, we analyzed the distribution of the captured sequences and associated RCGTG motifs in relation to the transcriptional start site of the closest gene. Clearly the design The table gives the chromosomal coordinates of each anti-HIF-1␣ immunoprecipitated locus meeting criteria of an MA Z score of Ͼ4, a width of Ͼ100 bp or Ͼ5 probes, and a false discovery rate of Ͻ5%, together with the maximum Z score for anti-HIF-1␣ and anti-HIF-2␣ at that gene locus. The presence or absence, and position of any HRE core motif RCGTG within these sequences is given. The table also specifies whether the nearest gene to the immunoprecipitated locus was significantly regulated by exposure of cells to 1% hypoxia or 2 mM DMOG or by transfection of siRNAs directed against HIF-1␣, HIF-2␣, or both siRNAs in the Affymetrix expression arrays. Note that at a number of loci several sequences were immunoprecipitated that shared proximity to a common transcriptional start site. These loci are listed in order with the most strongly enriched site indicated in bold type and others in normal type. of the array (intended to represent sequences from Ϫ7.5 to ϩ2.5 kb of the transcription start site) places limits on this analysis, although a proportion of the immunoprecipitated sequences lay outside these regions, most likely representing changes in gene annotation between that on which the array was designed and the (latest) annotation that we used for locus assignment. Several interesting features were observed irrespective of whether the precise position of the peak of enrichment profile or the associated HRE was used in the analysis. The distribution of immunoprecipitated sequences was closely similar for both HIF-1␣ and HIF-2␣ with the greatest density of HIF-binding sites being observed within 2 kb of the transcriptional start. This region comprised two distinct frequency peaks. One is a sharp peak centered 500 bp upstream of the transcriptional start site, similar to that observed for other transcription factors (44) . The other is a broader peak centered 1000 bp downstream of the transcriptional start site. This distribution contrasted markedly with the distribution of all RCGTG motifs at the same set of promoters, which revealed a single peak centered at the transcriptional start site (Fig. 2) . Finally, to search for overrepresented transcription factorbinding sites that might bind factors cooperating with HIF we identified HIF-binding regions falling within 1 kb of the gene transcriptional start sites (any transcript from the gene). We then extracted the regions 1 kb up-and downstream of the transcriptional start site, omitting known exons (all annotation was taken from the ENSEMBL genome data base (release 51) (45)). We searched these regions using the vertebrate matrices of the TRANSFAC data base (release 2008.4, 621 matrices) (46), using the transcription factor-binding sites perl modules and a The table gives the chromosomal coordinates of each anti-HIF-2␣ immunoprecipitated locus meeting criteria of an MA Z-score of Ͼ4, a width of Ͼ100 bp or Ͼ5 probes, and a false discovery rate of Ͻ5%, together with the maximum Z-score for anti-HIF-1␣ and anti-HIF-2␣ at that gene locus. The presence or absence, and position of any HRE core motif RCGTG within these sequences is given. The table also specifies whether the nearest gene to the immunoprecipitated locus was significantly regulated by exposure of cells to 1% hypoxia or 2 mM DMOG or by transfection of siRNAs directed against HIF-1␣, HIF-2␣, or both siRNAs in the Affymetrix expression arrays. Note that at a number of loci several sequences were immunoprecipitated that shared proximity to a common transcriptional start site. These loci are listed in order with the most strongly enriched site indicated in bold type and others in normal type. 90% scoring threshold cut off, recording, for each factor, and each potential target gene, the number of matches per 1000 non-exonic bases. We compared these numbers to the corresponding numbers for all non-HIF binding gene loci in the genome using a Wilcoxon test implemented in the R software package, using a threshold of p Ͻ 8 ϫ 10 Ϫ5 (p Ͻ 0.05 with Bonferroni correction for multiple comparisons).
For all matched HIF regions (combining the HIF-1␣ and HIF-2␣ sets), six matrices were identified as overrepresented in the HIF-binding loci (Fig. 5) . Three are HIF-binding motifs, further validating the currently held HRE consensus; the others being binding motifs for nuclear respiratory factor-1 (47), Myc intron factor (MIF-1) (48), and E2F transcription factors (49) . Given the strict definition of statistical significance, it is also likely that a number of other overrepresented matrices are also valid. Indeed, a number of other E2F matrices, as well as those for an array of previously described HIF-interacting transcriptional cofactors, such as STAT, ETS, and MYC (8), were enriched, but failed to reach the statistical threshold (supplemental materials Table S4 ). When subgroups of HIF-1␣ and HIF-2␣ interacting gene loci were analyzed no significant difference was identified between the two sets of genes, although the numbers in this subgroup analysis were smaller.
DNA Sequences Immunoprecipitated by Anti-HIF-1␣ and
Anti-HIF-2␣ Overlap-Overall, there was a substantial overlap between the loci immunoprecipitated with the two HIF isoforms. Thus, of the 394 loci that bound HIF-1␣ and the 134 loci that bound HIF-2␣, 90 bound both isoforms. When the stringency of binding for the second isoform was relaxed slightly (MA score Ͼ3), the overlap increased, with 250/394 HIF-1␣ loci binding HIF-2␣ and 130/134 HIF-2␣ loci binding HIF-1␣. In addition, when both HIF isoforms bind to the same gene locus, they do so at a common site. Thus, of the 90 gene loci that bound both HIF isoforms at the highest level of stringency, all apart from 3 bound HIF-1␣ and HIF-2␣ at overlapping sites (Fig. 3) .
Nevertheless, a substantial number of gene loci apparently bound HIF-1␣ in isolation, despite the similar consensus. We hypothesized that this could be due to higher levels of HIF-1␣ in the cells, higher affinity of HIF-1␣ capture by the immunoprecipitating antibody, a generalized higher affinity binding of HIF-1␣ to the DNA across all loci, or specific differences in affinity for the HIF-␣ isoforms at particular loci despite a similar consensus.
Although we had selected MCF-7 cells for this study on the basis of apparently similar expression of both HIF-␣ isoforms, we wished to check the relative levels of each isoform using quantitative immunoblotting related to a common standard (supplemental materials Fig. S2 ). These studies revealed that HIF-2␣ levels were at least as high as HIF-1␣ (probably in the region of 3-5-fold higher) indicating that the relative abundance of the two HIF isoforms cannot explain the increased capture by anti-HIF-1␣. If the reason for the excess of sites captured by anti-HIF was a greater affinity of the anti-HIF-1␣ antibody, or a globally higher affinity of HIF-1␣ for the consensus binding motif, then it would be predicted that enrichment with anti-HIF-1␣ immunoprecipitation would generally be greater than enrichment by HIF-2␣ immunoprecipitation across sequences that were immunoprecipitated by both antibodies. We therefore examined all overlapping HIF-1␣-and HIF-2␣-binding sites for which the MA score was greater than 2. For each of these overlapping binding sites, the maximum fold-enrichment by the two HIF isoforms was compared. In contrast to prediction, across these common sites, HIF-2␣ showed a trend to greater maximum enrichment than HIF-1␣ (Fig. 4) . Therefore, we conclude that excess HIF-1␣-binding sites is not due to better performance of the anti-HIF-1␣ antibody or higher affinity of HIF-1␣ for its consensus, and is likely to be due to specific cooperative interactions that regulate (positively or negatively) preferential binding of HIF-␣ isoforms at certain loci. Interestingly, a weak, but significant positive correlation was also seen between the maximum fold-enrichment by each of the two antibodies suggesting that binding of one isoform to a given sequence is not a result of decreased binding of the other isoform.
Relationship of Chromatin Immunoprecipitation to the Functional Effects of the HIF-␣ Isoforms-To better understand the functional consequences of promoter binding by HIF-1␣ and HIF-2␣ we next compared chromatin immunoprecipitation data with functional effects on gene expression across the genome, assayed in the same cell line using 2 mM DMOG or 1% hypoxia with or without siRNA to the HIF-␣ isoforms (9) . Overall, 4% of Affymetrix transcripts were significantly up-or down-regulated by one or another of the stimuli with very strong correlations being observed between up-regulation by DMOG and hypoxia and down-regulation by HIF-1␣ siRNA (9) . Genes at loci that were immunoprecipitated by anti-HIF-1␣ or anti-HIF-2␣ antibodies were very significantly more likely to be up-regulated by the hypoxia/HIF-response. Thus 20.8% of the loci immunoprecipitated by anti-HIF-1␣ manifest significant up-regulation by at least one of these stimuli versus 3.6% of those not immunoprecipitated (p Ͻ 10 Ϫ10 ), whereas for loci immunoprecipitated by anti-HIF-2␣ the equivalent figures were 32.8 versus 3.7% (p Ͻ 10
Ϫ10
). Although, as expected, these correlations are highly significant, the proportion of HIF-binding loci associated with HIF-inducible transcripts was still well below 50%. To explore this further we examined other genes in the vicinity of the immunoprecipitated loci. When all genes within 100 kb of the immunoprecipitated sequences were analyzed, only a few additional regulated transcripts were identified. For instance, at HIF-1␣ binding loci only 18 further regulated genes were identified in the expression array. Hence, the majority of HIF immunoprecipitating sequences do not regulate expression of a gene within 100 kb of the binding site.
When HIF-1␣ and HIF-2␣ binding was separately correlated with functional effects of siRNA suppression a very striking difference was observed. Whereas 15.6% of gene loci that were immunoprecipitated by the HIF-1␣ antibody were down-regulated by HIF-1␣ siRNA as compared with 2.3% of gene loci that were not immunoprecipitated (p Ͻ 2 ϫ 10 Ϫ5 ), only 1.5% of the gene loci immunoprecipitated by the HIF-2␣ antibody were reduced by HIF-2␣ siRNA, compared with 0.3% of gene loci that did not immunoprecipitate. Furthermore, when quantitative comparisons were made between maximum fold-enrichment by anti-HIF-␣ chromatin immunoprecipitation and reduction in gene expression by HIF-␣ siRNA, a clear correlation was observed for HIF-1␣ (r ϭ Ϫ0.367, p Ͻ 0.001) but not HIF-2␣ (r ϭ Ϫ0.183, p ϭ 0.04) where the gradient of any correlation was close to zero (supplemental materials Fig. S3 ). Similarly no correlation was found between the ratio of combined HIF-1 and -2␣ siRNA to HIF-1␣ siRNA (as a measure of HIF-2␣ activity) and enrichment by anti-HIF-2␣ ChIP, whereas responses to hypoxia (p ϭ 0.02), DMOG (p ϭ 0.015), combined HIF-1 and -2␣ siRNA (p Ͻ 0.001), and the ratio of combined HIF-1 and -2␣ to HIF-2␣ siRNA (as a measure of HIF-1␣ activity) all correlated with enrichment by HIF-1␣ ChIP.
Despite the increased binding of HIF-2␣ compared with HIF-1␣ at gene loci that bound both isoforms, only one of 90 (TMTC2) was significantly down-regulated by HIF-2␣ siRNA compared with 25 that were down-regulated by HIF-1␣ siRNA. Furthermore, TMTC2 was down-regulated by both siRNAs.
In addition, when the top 500 HIF-2␣ responsive genes (defined as those manifesting the greatest reduction by HIF-2␣ siRNA) were compared with the 500 least responsive HIF-2␣ genes no differences were observed either in the numbers reaching an MA score of at least 4 or in the average MA score or fold-enrichment by anti-HIF-2␣ ChIP. Thus, even the modest effects of HIF-2␣ on gene regulation that were observed do not appear to relate to HIF-2␣ binding at these loci, suggesting that these effects of HIF may be indirect. This suggests that although HIF-2␣ is (on average) binding more strongly than HIF-1␣ at these loci, HIF-1␣ is largely or even entirely responsible for transcriptional responses over the time course of the experiments. 
Direction of Regulation by Hypoxic Stimuli and HIF Binding-
Finally, to pursue the question of the extent to which hypoxia/ DMOG inducible and HIF-dependent changes in gene expression are directly or indirectly dependent on HIF binding at the relevant locus, we categorized genes based on the amplitude and direction of changes in expression in response to these stimuli, and determined the proportion of genes in each category that were associated with sequences binding to HIF (Figs. 5 and supplemental S4). This analysis revealed a striking difference between genes that were up-regulated by hypoxic stimuli and those that were down-regulated by these stimuli. Thus for genes that were significantly up-regulated by DMOG, 28% of all loci bound HIF-1␣, HIF-2␣, or both, whereas for genes that were down-regulated the figure was not significantly different from the 1.4% of genes defined as unregulated (on the basis of fold-regulation by DMOG between 0.99 and 1.01). Grouping of genes by the magnitude of regulation by DMOG revealed that more of the highly up-regulated genes bound HIF (27.5% of those regulated Ͼ4-fold by DMOG versus 12.7% of those regulated 2-4-fold and 0% of those regulated 1.5-2 fold; p Ͻ 10 Ϫ12 ) (Fig. 5) . However, no such association was observed among the down-regulated genes where even the most strongly down-regulated genes were no more likely than unregulated genes to bind HIF. Similar results were obtained whether functional responses were stratified on the basis of the response to hypoxia, or suppression of that response by siRNA directed against HIF-␣ (supplemental materials Fig. S4 ).
DISCUSSION
Genome-wide analysis of DNA binding to the HIF transcription factors defined more than 600 sites that bound HIF-1␣, HIF-2␣, or both proteins, although, given the highly stringent criteria we used to define binding sites and the restriction of the tiled array to known or predicted gene promoter regions, the actual number of HIF-binding sites is likely to be substantially greater.
Our results confirmed the core HIF-binding motif, RCGTG (8), and did not define other bases in the immediate vicinity that were significantly overrepresented at bound regions. Nevertheless, HIF binding to this motif was highly selective, indicating that its epigenetic context must in some way define binding. Less than 1% of such motifs within the tiled array bound HIF, and bound sites showed a highly selective distribution in relation to the transcriptional start site. Unexpectedly, binding sites were found to cluster in two distinct regions ϳ0.5 kb upstream and 1 kb downstream of the start site, presumably representing the operation of other factors that promote HIF binding within these regions, or restrict accessibility or binding of HIF in the immediate vicinity of the start sites. Indeed, such binding patterns have been previously described for several other transcription factors as well as for histone modifications (50, 51) . In silico searches for transcription factor binding motifs that were overrepresented at HIF binding promoters versus equivalent regions at other promoters revealed a number of sites. Interestingly, after the HIF binding consensus itself, the most strongly enriched site was the core binding motif for nuclear respiratory factor-1, a key transcriptional regulator of genes involved in mitochondrial biogenesis and function (47) . Whether this reflects specific cooperation in the response to hypoxia, or the operation of physiologically distinct pathways on a group of common genes will require further study.
Pan-genomic comparison of the chromatin immunoprecipitation data with functional responses (9) enabled HIF-binding and transcriptional responses to be compared across the genome. Surprisingly, even though analysis of HIF-binding sequences was restricted to high stringency binding at known or predicted promoter regions, the region of 70% of bound loci were not associated with genes that manifest significant responses to either hypoxia or HIF, within 100 kb of the bound locus. The proportion of HIF-binding loci responding to HIF is comparable with the ratio of Myc binding genes that were differentially modulated in response to Myc (52) , where additional transcription factor binding is necessary so that targets are poised to respond (50) . Furthermore, although it is also possible that these sites affect gene expression over even longer distances, or are entirely non-functional, the findings also raise the possibility that HIF has as yet unknown effects on genome integrity or function that are mediated by binding at such sites.
Comparison of chromatin immunoprecipitation and functional responses to HIF also allowed the proportion of direct versus indirect HIF-dependent responses to estimated. Across the genome, in the region of 20% of genes reported to demonstrate positive HIF-1␣-dependent responses bound HIF at their promoters. Although we cannot be certain that all these HIFbinding sites are functional, the use of highly stringent criteria to define HIF-binding and limited genome coverage by the promoter array would suggest that 20% is more likely to be a lower estimate of the proportion of positive transcriptional responses that are directly dependent on HIF.
These results are in striking contrast with the analysis of genes manifesting down-regulation of expression in response to HIF. Expression array studies have defined similar numbers of genes that are positively and negatively regulated by HIF. In some cases promoter analyses of negatively regulated genes have defined HIF-binding sites and it has been proposed that displacement of more powerful transcriptional activators, or recruitment of corepressors to HIF, accounts for down-regulation of gene expression by HIF (53) (54) (55) . Our results suggest that these particular mechanisms of HIF-dependent down-regulation of genes are unusual. When promoters of negatively regulated genes were surveyed for HIF binding we did not observe an excess of binding over that in the promoters of genes that were entirely unresponsive to HIF. Thus it appears that for the large majority of genes, HIF-dependent down-regulation of expression is likely to be due to indirect effects "in trans," rather than direct effects of HIF on the promoter. In keeping with this, a number of genes encoding transcriptional repressors have been identified as positively regulated HIF targets in this and other studies (56, 57) . In addition, recent studies have established a role of hypoxia and HIF in the regulation of specific microRNAs, notably miR-210, which act to down-regulate gene expression (58, 59) .
Comparison of HIF-1␣ and HIF-2␣ DNA binding revealed that whereas many loci bound both HIF-␣ isoforms, substantially more bound HIF-1␣ than HIF-2␣. Further analysis indicated that this was not due to greater abundance, better antibody capture, or a generally higher affinity of HIF-1␣ for DNA. Rather, distinct patterns of binding were observed. At common binding sites there was a tendency to greater enrichment of DNA in the anti-HIF2␣ chromatin immunoprecipitations, suggesting that affinity for HIF-2␣ was at least as high as for HIF-1␣, whereas at other sites, binding was essentially restricted to HIF-1␣. How this relates to functional transcriptional selectively is currently unclear.
Recently, studies of selected HIF target genes in mouse embryonic stem cells demonstrated that bound HIF-2␣ is transcriptionally inactive at the loci analyzed, possibly due to a titratable repressor (12) . Although studies in other cells also reported that HIF-2␣ is transcriptionally inactive on specific HIF target genes (60, 61), we had assumed that this phenomenon would be highly locus specific, because analyses conducted have demonstrated a range of HIF-2␣-dependent transcriptional effects under specific circumstances (11, 32, 34, 35) . Our genome-wide studies of both chromatin immunoprecipitation and HIF-␣-dependent gene expression indicate that this is not the case. Rather, under the conditions of these experiments, HIF-2␣ appears to exert little or no direct transcriptional activity at HRE-associated targets across the genome despite high affinity binding to these sites. Whether this is due to interaction of HIF-2␣ with other pathways such as Myc (22, 62) or temporal differences between HIF-1␣ and HIF-2␣ activation (34) remains to be determined. Overall, our results provide a framework for a better understanding of the HIF transcriptional cascade that should be of importance in understanding the biology of hypoxia and opportunities for therapeutic manipulation of the response.
